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3.9	Bioinformatics	Results	The	results	of	utilizing	the	BLAST	tool	to	compare	known	FadD,	FadL,	PlsB,	PlsC,	ad	PlsX	genes	of	E.	coli	(MG1655)	are	shown	in	table	3.1.	All	homologs	listed	had	a	score	of	greater	than	200.	All	homologs	correspond	to	A.	salmonicida	subsp.	salmonicida	(A449).	
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A. salmonicida 22:6 
2.55992 2.56045 
0.52 
2.55989 2.56044 
2.55992 2.56041 
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Figure	S.1	Chromatogram	of	5	ppm	18:2	sample,	peak	at	1.87	minutes	corresponds	to	elution	of	the	fatty	acid	
	
Figure	S.2	Chromatogram	of	5	ppm	22:6	sample,	peak	at	1.81	minutes	corresponds	to	elution	of	the	fatty	acid							
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Figure	S.3	Overlaid	chromatograms	of	5	ppm	18:2	(red)	and	5	ppm	22:6	(green),	vertical	axis	is	linked	to	show	the	greater	intensity	of	the	18:2	peak,	even	though	both	samples	were	sized	to	5	ppm.		
	
	
Figure	S.4	Average	mass	spectrum	of	the	chromatographic	peak	at	1.87	minutes	of	the	5	ppm	18:2	sample.	Peak	at	279.2	m/z	corresponds	to	[M-H]-	carboxylate	ion	of	18:2	and	peak	at	280.2	m/z	corresponds	to	the	M+1	isotope	of	18:2	carboxylate	ion.						
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Figure	S.5	Average	mass	spectrum	of	the	chromatographic	peak	at	1.81	minutes	of	the	5	ppm	sample	of	22:6.	The	peak	at	327.2	m/z	corresponds	to	the	carboxylate	ion	of	22:6.	The	peak	at	283.2	m/z	corresponds	to	the	[M-H-C=O-O]-	fragment	of	22:6.	The	overall	increase	in	fragmentation	compared	to	18:2	could	explain	the	lower	intensity	of	the	22:6	sample.	
